FigureS1. Deactivation of hot spot sequence in the DC5 enhancer in which Sox2 and Pax6 cooperatively interact during transcription process. DNA1 contain the hot spot sequence shown in red whereas in DNA2 the same hot spot sequences was deactivated by replacing G with I shown in red. DNA1 and 2 was irradiated using 280 nm for 30 min and after subsequent UDG treatment it was then analysed by denaturing PAGE (20%). Distinct cleavage band appeared in the hot-spot sequence of DNA1 (lane1) whereas almost no cleavage appeared in the hot spot sequence of DNA2 (lane 2). The concentration of DNA in all samples was 1.25 µM. . In all sample 1.25 µM DNA was used. The sample was prepared in a buffer containing 10 mM Tris-HCl pH 7.5, 1 mM EDTA, 50 mM KCl, 100 µg/mL BSA, 5% v/v glycerol and before loading into gel it was incubated at 4 o C for 2 h. The sample was prepared in a buffer containing 10 mM Tris-HCl pH 7.5, 1 mM EDTA, 50 mM KCl, 100 µg/mL BSA, 5% v/v glycerol and before loading into gel it was incubated at 4 o C for 12 h. Figure S4 . Analysis of the photo induced electron transfer process from Sox2 (HMG) and Pax6 (DBD) to the modified DC5 DNA4 in a 20% polyacrylamide denaturing gel (7 M Urea). In DNA4 we replaced thymine with bromouracil in the complementary strand. Lane 1, marker lane 2, DNA4 irradiated at 280 nm for 15 min; lane 3, DNA4 + Sox2 (6.25 µM) + 280 nm for 15 min, lane 4, DNA4 + Pax6 (6.25 µM) + 280 nm for 15 min; lane 5, DNA4 + Sox2 (6.25 µM) + Pax6 (6.25 µM) + 280 nm for 15 min; the concentration of DNA in all sample was 1.25 µM.
